U.S. Application No.: 10/667,891 
Attorney Docket No.: 03495.0294 

IN THE SPECIFICATION: 

Please amend the specification as shown: 

Please delete paragraph [019] on page 5, and replace it with the following 
paragraph: 

[019] FIG. 1 . Comparison of deduced D. melanogaster cDNA SD07655 (SEQ 
ID NO: 1) and human MRP1 (SEQ ID NO: 6) amino acid sequences. The two amino 
acid sequences were aligned using ClustalW. Identical residues are marked with 
shading. The transmembrane regions are noted by a fine underline and the ATP- 
binding domains are noted by a bold underline. The amino acids derived from exons 4 
and 8 of the dMRP gene are presented in bold characters. The small vertical lines 
above and below the amino acids denote the exon junctions with the type of splice 
junction marked by a number noting the class: 0, 1 or 2. The dMRP amino acid 
sequence differs from that of sequence AY069827 at the following positions: L/V pos. 
124, M/L pos. 318 and l/T pos. 448. 

• 

Please delete paragraph [022] on pages 6-7, and replace it with the following 
paragraph: 

[022] FIG. 4. Amino acid alignment of dMRP variable exon 4 (A) (SEQ ID NOS: 
7 &8) and 8 (B) (SEQ ID NOS: 9-15) encoded peptides with the cognate peptides from 
other organisms. The variant dMRP peptide sequence and the equivalent sequences 
from Drosophila sulfonylurea receptor (Dsur, NG_000795) (SEQ ID NOS: 71 & 75) and 
three human MRPs (MRP1, NM_004996 (SEQ ID NOS: 68 & 72) : MRP2, NP_005836 



2 
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(SEQ ID NOS: 69 & 73) : and MRP3, Y17151 (SEQ ID NOS: 70 & 74) ) were aligned 
using ClustalW. Pfam (SEQ ID NO: 76) refers to pfam00664, a consensus sequence 
for ABC transporter Membrane Spanning Domains. Gaps were introduced to maximize 
sequence identity and are shown by a horizontal dash. Residues that are identical in at 
least half of the sequences have their background shaded and those present in more 
than half of the sequences are listed in the consensus (Cons). (C) Dendrogram 
constructed with the data of part (B) of the Figure (see infra for details). 

Please delete paragraph [024] on page 7, and replace it with the following 
paragraph: 

[024] Fig. 6. Comparison of deduced A. gambiae gMRP1 a-d (SEQ ID NOS 2- 
5J, Drosophila melanogaster dMRP (SEQ ID NO: 1) . and human MRP1 (SEQ ID NO: 6) 
amino acid sequences. The alignment was produced using ClustalW. Identical 
residues in at least half of the sequences are marked with shading. The different 
topological regions are indicated in bold and italic above the sequences, and are 
delimitated by vertical bars. MSD1-3, Membrane Spanning Domains 1 to 3; L 0 , 
cytoplasmic loop; NBD1-2, Nucleotide Binding Domain, Linker, region linking the two 
halves of the protein. Walker A and Walker B are indicated as A and B, and their 
sequences are marked in bold, as well as the signature (C) of ABC transporters. The 
vertical lines in bold inside the amino acid sequences denote the exon junctions. Where 
several genes shared the same site, this one was emphasized by a delimitating box. 
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Please delete paragraph [052] on page 19, and replace it with the following 
paragraph: 

[052] DNA (10 ug) was digested with either BamHI or Hind\\\ and the fragments 
were separated by electrophoresis on a 0.8% agarose gel. Following transfer to 
Hybond-N nylon membrane and fixation, hybridization was carried out at 65°C (in 1% 
BSA, 0.25 M NaH 2 P0 4 pH 7.2, 1 mM EDTA, 150 ug/ml salmon sperm DNA) with a 
PCR-derived dMRP probe covering 378 bases (forward primer: 
GATCCGTTTATTTCCTTGCCGC (SEQ ID NO: 16) : reverse primer: 
TCCAGGGCAGTGATTACCAGT (SEQ ID NO: 17» . After hybridization, the blot was 
washed (in 40 mM NaH 2 P0 4 pH 7.2, 1% SDS, and 1 mM EDTA) 1X at RT and 2X at 
65 C°. 

Please delete Table 2 on page 31 , and replace it with the Table attached at Tab 

A: 

Please delete Table 3, on page 33, and replace it with the Table attached at Tab 

B: 
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